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1 

SEQUENCE LISTING 
<U0> Proteome Systems Intellectual Propoerty Pty Ltd 
5 <120> Method of isolating a protein 
<130> 502469/PXM 
<160> 26 

10 

<170> Patentln version 3.1 

<210> 1 

<211> 593 

15 <212> PRT 

<213> protein G 

<400> 1 

20 Met Glu Lys Glu Lys Lys Val Lys Tyr Phe Leu Arg Lys Ser Ala Phe 
15 10 15 



25 



Gly Leu Ala Ser Val Ser Ala Ala Phe Leu Val Gly Ser Thr Val Phe 



25 



30 



Ala Val Asp Ser Pro He Glu Asp Thr Pro He He Arg Asn Gly Gly 
30 40 45 

Glu Leu Thr Asn Leu Leu Gly Asn Ser Glu Thr Thr Leu Ala Leu Arg 

35 

Asn Glu Glu Ser Ala Thr Ala Asp Leu Thr Ala Ala Ala Val Ala Asp 

70 75 so 

40 Thr Val Ala Ala Ala Ala Ala Glu Asn Ala Gly Ala Ala Ala Trp Glu 

85 90 95 

45 Ala Ala Ala ^* Ma As P Ala ^u Ala Lys Ala Lys Ala Asp Ala Leu 
J 100 105 no 

Lys Glu Phe Asn Lys Tyr Gly Val Ser Asp Tyr Tyr Lys Asn Leu He 
50 120 12 5 

Asn Asn Ala Lys Thr Val Glu Gly Val Lys Asp Leu Gin Ala Gin Val 

135 140 

55 

Val Glu Ser Ala Lys Lys Ala Arg He Ser Glu ^ Thr ^ G1 Leu 
15 150 155 i 6 o 



60 Ser Asp Phe Leu Lys Ser Gin Thr Pro Ala Glu Asp Thr Val Lys Ser 

165 170 175 

He Glu Leu Ala Glu Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys 
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180 185 190 

5 Tyr Gly Val Ser Asp Tyr His Lys Asn Leu He Asn Asn Ala Lys Thr 



10 



15 



200 205 
Val Glu Gly Val L ys Asp Leu Gin Ala Gin Val Val Glu Ser Ala Lys 



220 



Lys Ala Arg lie Ser Glu Ala Thr Asp Gly Leu Ser Asp Phe Leu Lys 
225 230 235 240 



Ser Gin Thr Pro Ala Glu Asp Thr Val Lys Ser He Glu Leu Ala 



245 



250 



Glu 



255 



20 Ala Lys Val Leu Ala Asn Arg Glu Leu Asp Lys Tyr Gly Val Ser Asp 



265 



270 



25 



30 



35 



Tyr Tyr Lys Asn Leu He Asn Asn Ala Lys Thr Val Glu Gly Val Lys 



280 



285 



Ala Leu lie Asp Glu He Leu Ala Ala Leu Pro Lys Thr Asp Thr Tyr 



300 



305 " e LyS Thr Leu ^ 3 G1 * Glu Thr Thr Thr Glu 

310 315 320 

Ala Val Asp Ala Ala Thr Ala Glu Lys Val Phe Lys Gin Tyr Ala Asn 

325 330 335 



40 Asp Asn Gly Val Asp Gly Glu Trp Thr Tyr Asp Asp Ala Thr Lys Thr 

345 35 0 



340 



Phe Thr Val Thr Glu Lys Pro Glu Val He Asp Ala Ser Glu Leu Thr 
JI>5 360 • 365 



50 



55 



Pro Ala Val Thr Thr Tyr Lys Leu Val He Asn Gly Lys Thr Leu Lys 



380 



Gly Glu Thr Thr Thr Glu Ala Val Asp Ala Ala Thr Ala Glu Lys Val 

390 395 4 00 

Phe Lys Gin Tyr Ala Asn Asp Asn Gly Val Asp Gly Glu Trp Thr Tyr 



410 



415 



60 Asp Asp Ala Thr Lys Thr Phe Thr Val Thr Glu Lys Pro Glu Val He 
420 425 430 

Asp Ala Ser Glu Leu Thr Pro Ala Val Thr Thr Tyr Lys Leu Val He 
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3 

435 440 445 

5 Asn Gly Lys Thr Leu Lys Gly Glu Thr Thr Thr Lys Ala Val Asp Ala 
1 *** 455 4 60 

Glu Thr Ala Glu Lys Ala Phe Lys Gin Tyr Ala Asn Asp Asn Gly Val 
10 475 480 

Asp Gly Val Trp Thr Tyr Asp Asp Ala Thr Lys Thr Phe Thr Val Thr 
485 490 495 



15 

Glu Met Val Thr Glu Val Pro Gly Asp Ala Pro Thr Glu Pro Glu Lys 

505 510 



20 Pro Glu Ala Ser He Pro Leu Val Pro Leu Thr Pro Ala Thr Pro He 



520 525 



25 530 ASP LyS ASP ASP Thr L * s L V S G1 » Asp Ala Lys 

535 540 

Lys Pro Glu Ala Lys Lys Glu Asp Ala Lys Lys Ala Glu Thr Leu Pro 
30 555 560 

Thr Thr Gly Glu Gly Ser Asn Pro Phe Phe Thr Ala Ala Ala Leu Ala 
565 570 575 

35 

Val Met Ala Gly Ala Gly Ala Leu Ala Val Ala Ser Lys Arg Lys Glu 

585 590 

40 Asp 



<210> 2 

45 <211> 454 

<212> PRT 

<213> protein A 

<400> 2 

50 

Met Met Thr Leu Gin He His Thr Gly Gly He Asn Leu Lys Lys Lys 
5 10 xl 

55 Asn He Tyr Ser He Arg Lys Leu Gly Val Gly He Ala Ser Val Thr 
20 25 30 

Leu Gly Thr Leu Leu He Ser Gly Gly Val Thr Pro Ala Ala Asn Ala 
, 40 45 

Ala Gin His Asp Glu Ala Gin Gin Asn Ala Phe Tyr Gin Val Leu Asn 
3U 55 60 



WO 2005/001480 



PCT/AU2004/000856 



Met Pro Asn Leu Asn Ala Asp Gin Arg Asn Gly P he He Gin Ser Leu 



75 



80 



10 



Lys Asp Asp Pro ser Gin Ser A1 a Asn Val Leu Gly Glu Ala Gin Lys 

90 95 



Leu Asn Asp Ser Gin Ala P ro Lys Ala Asp Ala Gin Gin Asn Lys Phe 

105 11Q 

15 Asn Lys Asp Gin Gin Ser Ala Phe Tyr Glu lie Leu Asn Met Pro Asn 

120 125 

20 JSS G1U G1U Gln Ar * {« «» II. Gin Ser Leu Lys Asp Asp 



140 



Pro Ser Gin Ser Thr Asn Val Leu Gly Glu Ala Lys Lys 
25 150 155 



Leu Asn Glu 
160 



Ser Gin Ala Pro Lys Ala Asp Asn Asn Phe Asn Lys Glu Gin Gin Asn 



170 



30 



175 



Ala Phe Tyr Glu He Leu Asn Met Pro Asn Leu Asn Glu Glu Gin Arg 

185 19Q 

35 Asn Gly Phe He Gin Ser Leu Lys Asp Asp Pro Ser Gin Ser Ala Asn 



200 



205 



40 210 G1U Ma LyS 5g Leu *-» A-P ^a Gin Ala Pro Lys Ala 



220 



45 



50 



Asp Asn Lys Phe Asn Lys Glu Gin Gin Asn Ala Phe Tyr Glu He Leu 



235 



240 



His Leu Pro Asn Leu Thr Glu Glu Gin Ar ? Asn Gly Phe He Gin Ser 



250 



255 



Leu Lys Asp jg Pro Ser Val Ser Lys Glu He Leu Ala Glu Ala Lys 

265 270 

55 Lys Leu Asn Asp Ala Gin Ala Pro Lys Glu Glu Asp Asn Asn Lys Pro 

285 

60 290 35 Pr ° G1 * Glu Asp Gly Asn Lys Pro 

295 300 

Gly Lys Glu Asp Asn Lys Lys Pro Gly Lys Glu Asp Gly Asn Lys Pro 



315 



320 
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5 



Gly Lys Glu Asp Asn Lys Lys Pro Gly Lys Glu Asp Gly Asn Lys Pro 
5 330 335 



Gly Lys Glu Asp Gly Asn Lys Pro Gly Lys G lu Asp Gly Asn Lys Pro 

345 350 

10 

Gly L y s Glu Asp Gly Asn Gly Val His Val Val Lys Pro Gly Asp Thr 

360 365 

15 Val Asn Asp Xle Ala L ys Ala Asn Gly Thr Thr Ala Asp L ys xie Ala 

375 380 

20 las ^ LSU J*! *•» Met lie Lys Pro Gly Gin Glu 



395 400 



L» V.! v,! Ssp ^ Lya G1 „ p „ Ma ^ ^ ^ 

ZD «iO 415 



Ala Gin Ala Leu Pro Glu Thr r,l« n„ m, » 

420 Y Glu Asn Pro Phe xl e Gly Thr 

30 



425 430 



Thr Val Phe Gly Gly Leu Ser Leu Ala Leu Gly Ala Ala Leu Leu Ala 



440 445 



35 Gly Arg Arg Arg Glu Leu 
450 



<210> 3 

40 <211> 719 

<212> PRT 

<213> protein L 

<400> 3 

45 



Met Ala Ala Leu Ala Gly Ala He Val Val Thr Gly Gly Val Gly Ser 

10 15 

50 Tyr Ala Ala Asp Glu Pro Xle Asp Leu Glu Lys Leu Glu Glu Lys Arg 

25 30 

55 Asp Lys Glu Asn Val Gly Asn Leu Pro Lys Phe Asp Asn Glu Val Lys 



Asp Gly ser Glu Asn Pro Met Ala Lys Tyr Pro Asp Phe Asp Asp Glu 

60 M 60 

Ala Ser Thr Arg Phe Glu Thr Glu Asn Asn Glu Phe Glu Glu Lys L ys 
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Val val Ser Asp Asn Phe Phe Asp Gin Ser Glu His Pro Phe Val Glu 

90 95 



Asn Lys Glu ciu Thr Pro Glu Thr Pro Glu Thr Asp Ser Glu Glu Glu 

105 110 

10 Val Thr lie Lys Ala Asn Leu lie Phe Ala Asn Gly Ser Thr Gin Thr 

120 125 

15 130 ^ ^ G1U L * S Ala Thr Ser Glu Ala Tyr Ala 

135 140 

Tyr Ala Asp Thr Leu Lys Lys Asp Asn Gly Glu Tyr Thr Val Asp Val 
20 150 155 y 160 

Ala Asp Lys Gly Tyr Thr Leu Asn He Lys Phe Ala Gly Lys Glu Lys 

170 175 

25 

Thr Pro Glu Glu Pro Lys Glu Glu Val Thr He Lys Ala Asn Lou He 

185 190 

30 Tyr Ala Asp Gly Lys Thr Gin Thr Ala Glu Phe Lys Gly Thr Phe Glu 

200 205 

35 SS ^ Ala G1U ^ Hi *** ^r Ala Asp Ala Leu Lys Lys Asp 



220 



40 



45 



Asn Gly Glu Tyr Thr Val Asp Val Ala Asp Lys Gly Tyr 



235 



Thr Leu Asn 
240 



He Lys Phe Ala Gly Lys Glu Lys Thr Pro Glu Glu Pro Lys Glu Glu 



250 



255 



Val Thr lie Lys Ala Asn Leu He Tyr Ala Asp Gly Lys Thr Gin Thr 

265 270 

50 Ala Glu Phe Lys Gly Thr Phe Glu Glu Ala Thr Ala Glu Ala Tyr Ar g 

280 285 

55 ^ £o LSU Ala J*" Glu A3 » «Y I** Tyr Thr Val Asp Val 

295 300 

Ala Asp Lys Gly Tyr Thr Leu Asn He Lys Phe Ala Gly Lys Glu Lys 



60 



315 



320 



Thr Pro Glu Glu Pro Lys Glu Glu Val Thr He Lys Ala Asn Leu He 



330 



335 
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Tyr Ala Asp Gly Lys Thr Gin Thr Ala Glu Phe Lys Gly Thr Phe Ala 

34 5 350 



Glu Ala Thr Ala Glu Ala Tyr Arg Tyr Ala Asp Leu Leu Ala Lys Glu 

10 Asn Gly Lys Tyr Thr Ala Asp Leu Glu Asp Gly Gly Tyr Thr He Asn 

375 380 

15 lit Gly L * S Val As P Glu Lys Pro Glu Glu Lys 



395 



Glu 
400 



20 



25 



Gin Val Thr He Lys Glu Asn He Tyr Phe Glu Asp Gly Thr Val Gin 



410 



415 



Thr Ala Thr Phe Lys Gly Thr Phe Ala Glu Ala Thr Ala Glu Ala Tyr 



430 



Arg Tyr Ala Asp Leu Leu Ser Lys Glu His Gly Lys Tyr Thr Ala Asp 

440 445 

30 Leu Glu Asp Gly Gly Tyr Thr He Asn He Arg Phe Ala Gly Lys Glu 

460 

35 IS iTo ^ G1U Val Gln ^r Ala 

475 43q 

Ser Tyr Glu Glu Ala Glu Ala Ala Ala Lys Glu Ala Leu Lys Asn Asp 



40 495 
Asp Val Asn Lys Ser Tyr Thr He Arg Gin Gly Ala Asp Gly Arg 



505 



45 



510 



Tyr 



Tyr Tyr Val Leu Ser Pro Val Glu Ala Glu Glu Glu Lys Pro Glu Ala 

520 525 

50 Gin Asn Gly Tyr Ala Thr Tyr Glu Glu Ala Glu Ala Ala Ala Lys Lys 

ojo 540 

55 Ala Leu Glu Asn Asp Pro He Asn Lys Ser Tyr Ser He Arg Gin Gly 



555 



560 



60 



Ala Asp Gly Arg Tyr Tyr Tyr Val Leu Ser Pro Val Glu Ala Glu Thr 



570 



575 



Pro Glu Lys Pro Val Glu Pro Ser Glu Pro Ser Thr Pro Asp Val Pro 



585 



590 
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Ser Asn Pro Ser Asn Pro Ser Thr Pro Asp Val Pro Ser Thr Pro Asp 



605 



5 



Val Pro Ser Asn Pro Ser Thr Pro Glu Val Pro Ser Asn Pro Ser Thr 

o±o g20 



10 Pro Gly Asn Glu Glu Lys Pro Gly Asn Glu Gin Lys Pro Gly Asn Glu 



"0 635 



640 



15 Gin Lys Pro Gly Asn Glu Gin Lys Pro Gly Asn Glu Gin Lys Pro Gly 

650 655 

Asn Glu Gin Lys Pro Asp Gin Pro Ser Lys Pro Glu Lys Glu Glu Asn 
20 665 670 

Gly Lys Gly Gly Val Asp Ser Pro Lys Lys Lys Glu Lys Ala Ala Leu 

680 685 

25 

Pro Lys Ala Gly Ser Glu Ala Glu He Leu Thr Leu Ala Ala Ala Ser 

695 700 

30 Leu Ser Ser Val Ala Gly Ala Phe He Ser Leu Lys Lys Arg Lys 



715 



710 

<210> 4 
35 <211> 20 
<212> PRT 

<213> protein A mimetic 
<400> 4 

40 

Glu Gin Gin Asn Ala Phe Tyr Glu He Leu His Leu Pro Asn Leu Asn 
5 !° 15 

45 Glu Glu Gin Arg 
20 

<210> 5 
50 <211> 16 
<212> PRT 

<213> protein A mimetic 
<400> 5 

55 

Arg Thr Tyr Arg Thr Tyr Arg Thr Tyr Arg Thr Tyr Lys Lys Lys Gly 
5 !0 15 

60 <210> 6 
<211> 18 
<212> PRT 

<213> fragment of M. tuberculosis glutamine synthetase 
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<400> 6 

Phe Glu Ala val Lys Gly Glu Cys Asn Met Gly Gin Gin Glu He Gly 
5 5 10 15 

Phe Arg 

10 

<210> 7 
<211> 15 
<212> PRT 

i5 <213> fragment of M. tuberculosis glutamine synthetase ■ 
<400> 7 

Glu He Ala Asp Gin His Gly Lys Ser Leu Thr Phe Met Ala Lys 
20 5 10 15 

<210> 8 
<211> 14 
<212> PRT 

25 <213> fragment of M. tuberculosis glutamine synthetase 
<400> 8 

3Q Glu Phe Thr Leu Cys Tyr Ala Pro Thr lie Asn Ser Tyr Lys 



10 



<210> 9 

<211> 9 

35 <212> PRT 

<213> fragment of M. tuberculosis glutamine synthetase 

<400> 9 

40 Val Val Gly His Gly Gin Asn He Arg 
1 s 



<210> 10 
45 <211> 19 
<212> PRT 



<213> fragment of M- tuberculosis glutamine synthetase 



<400> 10 

50 



Leu Pro Val Thr Leu Ala Asp Ala Ala Val Leu Phe Glu Asp Ser Ala 
5 10 15 

55 Leu Val Arg 



<210> 11 

60 <211> 15 

<212> PRT 

<213> fragment of M. tuberculosis glutamine synthetase 

<400> H 
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10 

Val Glu Leu Ala Ala P he Asn Ala Ala Val Thp ^ ^ ^ 



1 




<210> 


12 


<211> 


457 


<212> 


PRT 


<213> 


M. i 


<400> 


12 



10 15 



1Q .^uxosis giutamine synthetase 



H. t Tht «, ,„ » y s „ pro pto ^ ^ l ^ Mu ^ 

15 io 15 



20 



Leu val Ala Ala Gly Asp Val Asp ^ ^ ^ ^ ^ ^ 

25 30 

Met Gin jy Arg Leu Ala Gly Lys Arg n . Ser ^ ftrg ^ ^ 

4U 45 

25 Asp Asp Xle Ala Thr Arg jj y Val ^ Cys Cys ^ ^ ^ 

05 60 

30 65 1 ASP LeU Tl ~ ^1 Pro Gly T yr Ala Met Ala Ser Trp 

75 80 

A=P Tfcr «, Tyt y „ Met V.! H.t JJ, Pro „ _ 3 „ Ihr ^ 

*=. «~ Ttp l.„ Pro Gly u . Leu vjl lu ui ^ 

105 110 

Val Trp Ala Asp Gly S er Glu Val Ala Val Ser Pro Ar g Ser Xle Leu 

- L ^° 125 

45 Arg Arg Gin Leu Asp Arg Leu Lys Ala Arg Gly Leu Val Ala Asp Val 

x " 140 

50 £t ^ G1U LSU Glu »• Val Phe Asp Gin Pro Tyr Arg Gin Ala 



40 



155 



160 



TXP U. S« Sly ffi acg My ^ Ma ^ ^ ^ 

3D 1/0 175 



-p Tyr Ala Xle Leu Ala Ser Ser Arg Met Glu Pro Leu Leu Arg Asp 



60 



185 190 



He Arg Leu Gly Met Ala Glv Ala n» r. . 

195 y Leu Ar 3 Phe Glu Ala Val Lys 

' 20 ° 205 
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11 

GlV Glu Cys Asn Met Gly gj Gln Glu „. ^ phg Arg 

215 220 

5 Ala Leu Val Thr C ys Asp Asn His Ala Ile Tyr Lys Asn Gly ^ Lys 



235 24Q 



10 



Glu Ile Ala Asp aj» H is Gly Lys Ser Leu Thr Phe Met ^ Lys Tyr 



250 255 



Asp G1U Arg Glu Gly Asn ser cys ^ ^ ^ ^ 

15 265 270 



Thr Asp Gly S er Ala Val Phe Ala Asp Se r Asn Sly Pro His G ly Met 

285 

20 

Ser Met Phe Arg Ser Phe Val Ala G ly Gln Leu Ala Thr Leu 

295 300 

25 giu Phe Thr Leu cys Ala pro Thr ne ^ ^ ^ 

315 320 
30 «. *,p 3« S „ ^ u , pro ^ „, us ^ Mp ^ 



330 335 



X, T*x CyS Jj. Lm to5 val v>1 „ My ^ ^ 

35 J45 350 



Glu cys Arg Val P ro Gly Gly Asp Val Asn Gln Tyr Leu Ala Val Ala 

360 365 

40 

Ala Leu Xle Ala Gly Gly Leu Tyr Gly Xle Glu Arg Gly Leu Gln Leu 

J/5 380 

45 Pro Glu Pro Cys Val Gly Asn Ala Tyr Gln Gly Ala Asp Val Glu Arg 

395 400 

5Q ^u Pro val Thr Leu Ala Asp Ala Ala Val Leu Phe Glu Asp Ser Ala 



410 



415 



L.u V.! «, a M . ph , Qly vm ^ 

55 42 5 430 



Asn Ala Arg Val Glu Leu Ala Ala Phe Asn Ala Ala Val Thr Asp Trp 

440 445 

60 



Glu Arg lie Arg Gly Phe Giu ^ Leu 
450 455 
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12 

<210> 13 

<211> 1191 

<212> DNA 

<213> M. tuberculosis Elongation Factor TU 
<220> 

<221> CDS 

<222> (1)..(1191) 



<223> 
10 



<400> 13 

Va? Ala Lvl III ° gg 3CC * ag CCC cac ^ aac ate ggg 

Val Ala Lys Ala Lys Phe Gin Arg Thr Lys Pro His Val Asn He G^y 

15 10 15 



48 



20 



s £ E s ss e e E 5 E E £ e £ e e « 

20 25 30 



E E S 22 E £ £ £ £ S a E IS E £ S l " 

40 45 

2 5 s s a £ £ £ s £ a a e a e e e e - 

55 60 

30 £ £ E S E S K £ E £ £ £ £ £ £ S 240 

75 80 

E £ £ E £ £ £ S £ £ £ £ £ £ £ £ " 

35 90 95 

E E H £ £ £ £ £ £ £ £ £ £ £ £ K - 

105 110 

40 E £ £ £ S £ £ g SI S2 £ £ a £ E £ "« 
45 E E £ £ £ £ £ S E £ £ £ £ P K £ S - 

135 140 

50 £ E ill £ £ £ £ £ £ £ ffi £ £ S £ £ ~ 

155 160 

£ £ E E £ £ £ £ E £ £ £ £ £ £ « 528 

55 165 170 175 

£ £ £ £ E £ £ £ £ £ £ £ £ £ K K «• 

185 190 

60 £ £ £ £ £ £ £ £ £ S K s gj J- s £ « 

200 205 
gac aag ccg ttc ctg atg cog gtc gag gac gtc ttc acc att acc ggc 672 



WO 2005/001480 



PCT/AU2004/000856 



395 



<210> 14 
50 <211> 396 
<212> PRT 

<213> M. tuberculosis Elongation Factor TU 
^ <400> 14 

Val Ala Lys Ala Lys Phe Gin Arg Thr Lys Pro His Val Asn lie Gly 
5 10 15 Y 

60 Thr He Gly His Val Asp His Gly Lys Thr Thr Leu Thr Ala Ala lie 
Thr Lys Val Leu His Asp Lys Phe Pro Asp Leu Asn Glu Thr Lys Ala 



864 



912 



13 

Asp Lys Pro Phe Leu Met Pro Val Glu Asp Val Phe Thr He Thr Gly 

215 220 

s £ IS SI S3 !S SI IS £ S3 a £ IS 53 S SI 53 

235 240 

10 SI H E S3 SI £ S3 1!= 2 S SI SI SI SI SI SI 768 

250 255 

£ S3 SI S S3 SS £ £ S £ 2 2 £ SI IS K 816 

15 265 270 

SI £ £ IS £ IS S g a £ S3 SI SS SI £ 

280 285 

20 S3 SI £ IS SI £ H| SI a S IS SI K S SI SS 

295 300 

25 Thr SS p^ Glu lly Gin ?£ Ty r He It* 1°° ^ W " C 

305 310 yr Ile Leu Ser Asp Glu Gly Gly 

315 320 

30 SI IS 3 SI £ £ SI SI SI £ SI IS £ £ £ £ 1008 

33 0 335 

SI SI £ S3 £ IS ££ SI 2 SI IS IS SI IS £ — 

35 345 350 

S3 £ SI IS £ SI SI SI £ £ S3 £ 2 £ SI SI 

360 365 

40 £ IS £ £ SI IS £ £ £ SI £ SI IS IS IS £ 1152 

375 380 

45 Thr vll 111 I? C 2?' ° g9 gtC acC aa 5 atc »tc aag tag 1191 
Thr Val Gly Ala Gly Arg Val Thr Lys Ile Ile Lys 91 
ooo 390 
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14 



35 



40 



45 



10 



15 



30 



35 



5 Phe Asp Gln Ile Aap Asn pro Glu ^ ^ e 

55 60 

lie Asn l le Ala His Val Glu Tyr Gin Thr Asp Lys Arg His Tyr Ala 

75 80 

His Val Asp Ala Pro Gly His Ala Asp Tyr lie Lys ^ Met Ile Thr 

90 95 

«y Ala Ala Gin Met Aap Gly Ala lie Leu Val Val Ala Ala Thr Asp 

105 110 

20 Gly Pro Met Pro Gin Thr Arg His Val Leu L eu Ala Arg Gin Val 

120 125 

25 Gly val Pro Tyr Ile Leu Ala Leu ^ Ma ^ 

x " 140 

Asp Giu Glu Leu Leu Glu Leu Val Glu Met Glu Val Arg Glu Leu Leu 

155 160 

Ala Ala Gin Glu Phe Asp Glu Asp Ala Pro Val Val Arg Val Ser Ala 

170 175 

Leu Lys Ala Leu Glu Gly Asp Ala Lys Trp Val Ala Ser Val Glu Glu 

185 19Q 

40 L.„ „.t Ala v« ^ p Glu s Ile p „ ^ pro val 

200 205 

45 Asp Lys Pro Phe Leu Met Pro Val Glu Asp Val Phe Thr lie Thr Gly 

^15 22Q 

jrg Gly Thr Val Val Thr Gly Arg Val Glu Arg Gly Val Xle Asn Val 
50 235 240 

Asn Glu Glu Val Glu Xle Val Gly Xle Arg Pro Ser Thr Thr Lys Thr 

250 255 

55 

Thr Val Thr Gly Val Glu Met Phe Jrg Lys Leu Leu Asp Gin Gly Gin 

" 5 270 

60 m. sly ^ val Gly ^ ^ fttg My ^ ^ ^ flap 

285 
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15 

290 295 



300 



5 Thr Glu Phe Glu Gly Gin Val Tyr Ile Leu Ser Lys Agp ^ Qly Qly 

315 320 

Arg His Thr Pro Phe Phe Asn Asn Tyr Arg Pro Gin Phe Tyr Phe Arg 
10 325 330 335 9 



Thr Thr Asp Val Thr Gly Val Val Thr Leu Pro Glu Gly Thr Glu Met 

345 350 

15 

Val Met Pro Gly Asp Asn Thr Asn lie Ser Val Lys Leu lie Gin Pro 



360 



365 



20 val Ala Met Asp Glu Gly Leu Arg Phe Ala lie Arg Glu Gly Gly Arg 

J/;> 380 



25 385 Gly Val Thr II- He Lys 



390 395 



<210> 15 
<211> 17 
30 <212> PRT 



<213> fragment of M. tuberculosis Elongation factor TU 
<400> 15 

35 Lys Leu Leu Asp Gin Gly Gin Ala Gly Asp Asn Val Gly Leu Leu Leu 



10 



15 



40 ^ 



<210> 16 
<211> 7 
45 <212> PRT 



<213> fragment of p. aeruginosa GroES 
<400> 16 

50 Leu Arg Pro Leu His Asp Arg 
1 5 

<210> 17 

55 <211> 10 

<212> PRT 

<213> fragment of P. aeruginosa GroES 

^ <400> 17 

60 

Gly Glu Val Val Ala Val Gly Thr Gly Arg 
5 10 
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16 



10 



<210> 18 
<211> 9 
<212> PRT 

<213> fragment of p. aeruginosa GroES 
<400> 18 

Met Lys Leu Arg Pro Leu His Asp Arg 



<210> 19 

<211> 9 

<212> PRT 

15 <213> fragment of P. aeruginosa GroES 

<400> 19 



20 



Met Lys Leu Arg Pro Leu His Asp Arg 



<210> 20 

<211> 13 

£j <212> PRT 

<213> fragment of P. aeruginosa GroES 

<400> 20 



30 



Val Val Phe Gly Pro Tyr Ser Gly Ser Asn Ala He Lys 
5 10 



<210> 21 

35 <211> H 

<212> prt 

<213> fragment of P. aeruginosa GroES 

<400> 21 



40 



Leu Arg Pro Leu His Asp Arg Val Val He Arg 
5 10 



45 <210> 22 

<211> 13 

<212> PRT 

<213> fragment of p. aeruginosa GroES 

50 <400> 22 



55 



60 



Val Leu Asp Asn Gly Glu Val Arg Ala Leu Ala Val Lys 
5 10 

<210> 23 
<211> 17 
<212> PRT 

<213> fragment of P. aeruginosa GroES 
<400> 23 

Thr Ala Gly Gly «. Val Leu Pro Gly Ser Ala Ala Glu Lys Pro Asn 

10 15 
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17 



Arg 

5 

<210> 24 
<211> 17 
<212> PRT 

10 <213> fragment of P. aeruginosa GroES 
<400> 24 

15 Val Gly Asp Lys V al Val Phe Gly Pro Tyr Ser Gly ger ^ ^ ^ 

10 15 



Lys 

20 

<210> 25 

<211> 97 

<212> prt 

25 <213> p. aeruginosa GroES 

<400> 25 



30 Met Lys Leu Arg P ro Leu His Asp Arg val Val x le ^ Arg Ser Glu 

10 15 
«. Glu Thx g. Tht Ma Gly ely yal ^ ^ sm ^ ^ 



35 " 25 "* 30 

Glu Lys Pro A sn Arg Gly Glu v val ftla Qiy ^ ^ 

40 

Leu Asp Asn Gly Glu val , rg ^ ^ v ^ ^ ^ 

45 Val Val Phe Gly Pro Tvr q qv . ~, „ 

65 7 Pr ° ^ r Ser G1 y s er Asn Ala He Lys Val Asp Gly 

75 80 

5Q Glu Glu Leu L eu Val Met Gly Glu Ser Glu Xle Leu Ala Val Leu Glu 

90 95 

Asp 

55 

<210> 26 
<211> 114 
<212> PRT 
OU <213> human Calgranulin B 

<400> 26 
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18 

1 5 

5 io as 

5 Asn Thr P he His G1 „ Tyr Ser Val Lys Leu Qly ^ ^ ^ ^ ^ 



25 



30 



Asn Gin Gly Glu Phe Lys Glu ^eu Val Arg Lys Asp Leu Gln Agn phe 
10 40 45 



^ g" LYS G1U ASn G1 « Val lie Glu His He Met Glu 

55 60 

15 

Asp Leu Asp Thr Asn Ala Asp Lys Gin Leu Ser Phe Glu Glu Phe He 



75 



80 



20 Met Leu Met Ala Arg Leu Thr Trp Ala Ser His Glu Lys Met His Glu 

85 90 95 

25 Gly Asp Glu Gly Pro Gly His His His Lys Pro Gly Leu Gly Glu Gly 

105 11Q 

Thr Pro 



30 



